ABSTRACT Providencia rettgeri is a common insect-associated Gram-negative bacterium. Here, we present the draft genome sequence of P. rettgeri NVIT03, the most common bacterial symbiont of the insect hymenopteran model Nasonia vitripennis. This symbiont is also part of the Sarcophaga bullata pupal microbiome that Nasonia spp. parasitize and that critically influences the development of the wasp.
Annotation was performed using Prokka 1.12 (14) . The genome contains 4,097 predicted protein-encoding genes with deduced functions and 1,242 genes (30.31%) coding for hypothetical proteins. Coding genes were identified using RNAmmer (15) and tRNAscan (16) . The draft genome encodes 8 rRNAs and 72 tRNAs.
Using the CosmosID package (CosmosID, Inc., Rockville, MD, USA), no putative virulence factors were identified from P. rettgeri NVIT03. As the dominant bacterium of the microbiome of Nasonia spp., annotation of the P. rettgeri genome increases our insight into the mechanisms of this host-bacterium association.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession no. QUAF00000000. The version described in this paper is version QUAF01000000. The BioProject number is PRJNA484797.
